We describe the translation step to match HapMap genotype calls to the SCALA {AA, AB, BB} format. We compare genotype calls to those of Phase III. We only compare calls to SNPs that have matching 'RSid's. almost half of the total. We disregard the four allelotypes (A,C,G,T) and refer to homozygous genotypes as AA or BB and the heterozygous as AB.
# create translation vector with default 5 # code contains the SCALA genotype calls # rssel is a selection vector for matching SNP ids # from HapMap SNP list, but in the SCALA ordering 
